A view of the molecule with numbering scheme is shown in Figure 1 . In the title compounnd (I) , bond distances and angles are within normal ranges (Allen, 2002) .The atoms of the chain contaning the diazo group are planar [max deviation 0.339 (9)Å for N1].The pyrrolidin ring adopts an envelope conformation with puckering parameters q2 = 0.2816 (12) Å and φ 2 = 115.6 (2)° (Cremer & Pople, 1975) . The 3-chloro-4-fluoro-benzene ring and the best plane of pyrrolidin ring defined by C10\N1\C9\C8 atoms are almost coplanar [4.20 (7)°]. The phenyl ring and the acetyl group O2/C10/C17/C18 fragment (r.m.s. deviation 0.023 Å) are almost perpendicular to plane defined by the N1/C8/C9/C10/C11/C12/C13/C14/C15/C16 atoms (r.m.s. deviation 0.038 Å) [87.07 (5); 88.46 (3)° respectively]. In the crystal molecules are linked by C-H···O interactions [C···O range 3.2320 (16)-3.3445 (19) Å; C-H···O range 136-157°] and these link the molecules into a threedimensional framework. The molecular conformation is stabilized by one intramolecular C-H···O hydrogen bond (Table 1). As shown in Figure 2 , carbonyl oxygen O2 interacts with three H atoms (C10-H10···O2, C16-H18···O2, and C18-H18···O2), which regarding crystal packing could be classified as supportive (Desiraju, 2005) .
In the title compound, C 18 H 13 ClFN 3 O 2 , the pyrrolidine ring adopts an envelope conformation and the planar part is rotated by 4.3 (6) from the plane of the benzene ring and is almost perperdicular both to the diazoacetyl unit [dihedral angle = 78.93 (7) ] and the phenyl ring [dihedral angle = 86.07 (7) ]. In the crystal, molecules are linked into a threedimensional framework by C-HÁ Á ÁO interactions. The molecular conformation is stabilized by an intramolecular C-HÁ Á ÁO hydrogen bond.
Related literature
For synthetic methods, see: (Ray et al. 1994 (Ray et al. , 1998 . For bondlength data, see: Allen (2002) . For related compound see: Ray et al. (2004) . For puckering parameters, see: Cremer & Pople (1975) . For hydrogen bonding, see: Desiraju (2005) . For a description of the Cambridge Structural Database, see: Allen (2002 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x; y À 1; z; (ii) Àx þ 3 2 ; y À 1 2 ; Àz þ 1 2 ; (iii) Àx þ 2; Ày þ 1; Àz.
Data collection: APEX2 (Bruker, 2005) ; cell refinement: SAINT (Bruker, 2004) ; data reduction: SAINT and XPREP (Bruker, 2003) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: PLUTON (Spek, 2009) ; software used to prepare material for publication: SHELXL97. 
Special details
Experimental. Data was collected using a X8 APEX II BRUKER-Nonius diffractometer equipped with an KYROFLEX low-temperature apparatus operating at 100 K. A suitable crystal was chosen and mounted on Mitegen MicroMount (radiation-hard polymer).
Data were measured using omega scans of 0.5° per frame for 10 s, such that a total of 1280 frames were collected in a optimized strategy and with a final resolution of 0.75 Å. Data integration and reduction was performed using the Apex2 (Bruker Nonius, 2005) suite software.
Absorption corrections were applied using SADABS (2004) of the suite software.
The structures are solved by the direct method using the SHELX97 program and refined by least squares method on F2 SHELXL97, incorporated in the Apex2 suite software. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
All non-hydrogen atoms were refined anisotropically. Hydrogen were found in subsequent difference Fourier maps and included in observed positions and refined as free isotropic atoms.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
